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Supplementary Figure 1. Significant (p<0.05) haplotype sliding window results for DNA repair and cell cycle
control genes and childhood ALL. Outlined blocks show smallest multi-SNP p-values. These include a 3-SNP
haplotype association for ERCC2 (p=0.025), a 3-SNP haplotype association for RAD57 among Hispanics
(p=0.034), a 2-SNP haplotype association for APEX1 among non-Hispanics (p=0.001), and a 2-SNP haplotype
association for BRCA2 among non-Hispanics (p=0.006). The risk estimates from haplotype trend regression of
these are in Table 2.
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Both ethnicities combined
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0.474 rs206120 31789706
0.790 rs766173 31804480
0.332 rs144848 31804729
0.382 rs1799944 31809463
0.565 rs1801406 31809888
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0.300 rs206081 31820136
0.567 rs11571686 31820331
rs4942448 31821690

0.973 |rs9943876 31825894
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0.893 rs9534262 31834646
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0.121  0.664 rs3752447 31879142

RAD51
Hispanics

APEX1
Non-Hispanics

BRCA2
Non-Hispanics




Supplementary Figure 2. Significant (p<0.05) haplotype sliding window results for DNA repair and cell cycle
control genes and childhood ALL, by disease subtype. Outlined blocks show windows with the smallest multi-
SNP p-values. These include: for t(12;21) translocation-positive ALL, a 6-SNP haplotype association for NBN
(p=0.044) and a 6-SNP haplotype association for XRCC4 (p=0.007); for any structural changes (including
t(12;21) translocations), a 3-SNP haplotype association for XRCC4 (p=0.011); for high hyperdiploid ALL and
ALL with any numerical ploidy changes, the same 2-SNP haplotype window for CDKN2A (p=0.003 and 0.001,
respectively). Risk estimates from haplotype trend regression of these are in Table 3.
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t(12;21) translocations
NBN
0.702| rs12680687 | 91020564
0.262| rs6470522 91023657
0.498| rs7840099 91024534
rs1805812 91034229
0.384 rs709816 91036887
0.506 rs1805818 91040038
0.699 rs3026271 91052428
0.425 rs1805794 91059655
0.494  rs1063045 91064195
XRCC4
0.625 0.781 rs10514246 82401554
0.142 0.309 rs10474079 82409673
0.749  rs2928175 82427381
0.340 rs13180356 82431630
0.835 rs1478483 82437062
0.116 0.470 rs10055844 82472851
0.355  rs3734091 82536490
0.942| rs7711825 82557374
rs1193695 82578842
0.148 rs301276 82583487
0.308 rs301287 82640966
0.632| rs3777018 82662675
0.748 rs16900340 82671818
0.650 rs16900343 82677893
0.354 rs1805377 82684699
Any structural change
XRCC4
0.450 0.450 rs10514246 82401554
0.221 0.443 rs10474079 82409673
0.119 0.160 rs2928175 82427381
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0.119 0.232 rs1478483 82437062
0.119 0.209 rs10055844 82472851
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0.863 rs7711825 82557374
rs1193695 82578842
rs301276 82583487
0.686 rs301287 82640966
0.588 rs3777018 82662675
0.864 rs16900340 82671818
0.862 rs16900343 82677893
0.538 rs1805377 82684699
High hyperdiploid
CDKN2A
0.434| rs3731257 21956221
rs2518719 21960427
rs3731246 21961989
0.870 rs4074785 21971583
Any numerical change
CDKN2A
0.001 0.084| rs3731257 21956221
0.001 0.006| rs2518719 21960427
0.044 rs3731246 21961989
0.734  rs4074785 21971583
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